. Molecular phylogenetic analysis was conducted by employing the phylogenetic software program PAUP (for analytical details see Langer & Leppig, 2000) . The analysis is based on 575 unambigously aligned sites and includes sequences from species with the following GenBank Accession numbers: X86093, Z69609, Z69608, Z69612, Z69610, Z69613, AF190724, AF286476, Z69618, AF190872, Z69605 and Z69604. Note that the pictures of taxa attached to the tree do not represent the original specimens sequenced. The srDNA nucleotide alignment of all sequences is available from the author on request. 
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